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Fig. 5. 

rbS M K Y L L P T A A 

/^TCCAAATTCTATITCAAG^ 

^^^^0 20 30 40 50 60 

' SphI 




<XriGGATTSTTATraCTK33CTCCC^^ 

70 80 90 100 110 120 

PstI 

GPGLVAPSQSLSITCTVSGF 
GGACCTXSGCCIXSGTCGCGCCC^CAGAGCCI^ 

130 140 150 160 170 180 

SLTGYGVNWVRQPPGKGLEW 

nr^TITACCGGCIATGGTGTAAACTGGGTrCGCCA 

190 200 210 220 230 240 

VHD1.3 

LGMIWGDGNTDYNSAL KSRL 

rnr^lAATGATTTGGGGTPCikTGG^ 

250 260 270 280 290 300 

SISKDNSKSQVFLKMNSLHT 

AGCATCAGCAAGGACAACTCCAAGAGCC ^ 

310 320 330 340 350 360 



DDTARYYCARERDYRLDYWG 

GATCACACAGCCAGGTACTACTGrTGCCAGA^ 

370 380 390 400 410 420 

Linker Peptide 

QGTTVTVSS C, G G £2 § S — Q G S S G 

Cjj^GGCACCTU^GmE&CCGTC^^ 

430 440 450 460 470 480 

BstEII 

rz r. n fi DIELTQSPASLSASVG 
aqTiggcggatcgGACATCG^GCTCACTCAGTCrc^ 

490 500 510 520 530 540 

Sac I 



Fig.5 (Cont). 



ETVTITCRASGN IHNYLAWY 
GAAACirTTCACCATCACATGTCGAGCAAGT^^ 

550 560 570 580 590 600 



QQ KQG KS PQLLVYYTTTL AD 
CkGCAGAAACAGGGAAAATCTCCTC 

610 620 630 640 650 660 

VKD1.3 

GVPSRFSGSGSGTQYSLKIN 
GGTGTGCCATCAAGGTTCAGTGGCAGTGGATCAGGAA 

670 680 690 700 710 720 



SLQPEDFGSYY. CQHFWSTPR 
AGCCTCXIAACCTGAAGATTTTGGGACT 

730 740 750 760 770 780 

Myc Tag (TAQl) 

TFGGGTKLEI KR EOKI^TSEE 

790 800 810 820 830 840 

Xhol 

p L N * * (SEQ ID NO. 183) 
GATCTGAATTAATAATGATCAAACGGTI7AATAAG (SEQ ID NO. 184) 

850 860 870 880 

ECORI 



— B — F0TSCFVD1-3 

o — FDTVHD1-3 

* — FDTPs/Xh 
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GCAIGCAAATTCTATITCAA332^ 
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AGLLLLAAQPAMAQVQLQES 
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GPGLVAPSQSLSITCTVSGF 
G3ACCIG3CC3GGTGGa3CCCTCAC7^^ 

130 140 150 160 170 180 



SLTGYGVNWVRQPPGKGLEW 
190 200 210 220 230 240 



LGMIWGDGNTDYNSALKSRL 
CiGGGAATGATIT333Gnil z ^3T33A 

250 260 270 280 290 300' 



SISKDNSKSQVFLKMN S L H T 
XSCATCAGCAAGGACAACIOZAAGAGQCAAG^ 

310 320 330 340 350 360 



DDTARYYCARERDYRLDYWG 
GATCACACAG2C3^G3T^CTAC^ 

370 380 390 400 410 420 



QGTTVTVSSASTKGPSVFPL 
430 440 450 460 470 480 
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Fig. 10 (Cont 1). 



YFPEPVTVSWNSGALTSGVH 
550 560 570 580 590 600 



TFPAVLQSSGLYSLSSVV TV 
6i0 620 630 640 650 660 



PSSSLGTQTYICNVNHKPSN 
67 0 680 69 0 7 00 7 10 7 20 

TKVDKKVEPKSS * * IDNO. 187) 

730 740 750 760 770 780 



MKYLL PTAAAGI^. 
790 800 810 820 830 840 

LLLAAQPAMADIELTQSPAS 
850 860 870 880 890 900 



LSASVGETVTITCRASGNIH 
910 920 930 940 950 960 



NYLAWYQQKQGKS P Q L L V J ' 

ACAATmTTlSGCAIGGTAT^ 

g70 990 1000 1010 1020 



Fig. 10 (Cont 2). 

TTTLADGVPS RFSGSGSGTQ 
1030 1040 1050 1060 1070 1080 



YSLKINSLQPEDFGSY Y C Q H 
1090 1100 1110 1120 1130 1140 



FWSTPRTFGGGTKLEI KRTV 
j^r I T ITro 3a gI ACTC 

1150 1160 117 0 1180 1190 1200 



AA PSVFI F P PSDEQL KSG.TA 
«IG32T3CACCAJICnJICT^ 

1210 1220 1230 1240 1250 1260 



SVVCLLNNFY PREAKVQWKV 
CCICroiTCIGTCOCTXXnGA^ 

1270 1280 1290 1300 1310 1320 



DNALQSGNSQESVTEQDSKD 
T3GATAAOGOXTCCAATO333TAACTCO^ 

1330 1340 1350 1360 1370 1380 



STYSLSSTLTLSKADYEKHK 
AC£GCACCTAC?OG^^ 

1390 1400 1410 1420 1430 1440 



VYACEVTHQG LS S PVTKSFN 
AAGrEUIAaGOCIGaSAAGT^ 

1450 1460 1470 1480 1490 1500 



R G E S * * ( SEQ 10 NO 188) 

ACaSCQGAGAGTCATAGlAAGAArK: (SEQ ID NO. 189) 
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Fig. 10 (Cont 3). 
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OVQLQESGGGLVQPGG 
GAG GTG CAG CTG CAG GAG TCA GGA GGA GGC TTG GTA CAG CCT GGG GGT 

SLR L ?St S CATSGFTFSNY 
TCT CTG AGA CTC TCC TGT GCA ACT TCT GGG TTC ACC TTC AGT AAT TAC 

YMGWVRQP pGKALEWL 
TAC ATG GGC TGG GTC CGC CAG CCT CCA GGA AAG GCA CTT GAG TGG TTG 

GSVRNKVNGYTTEYSA 
GGT TCT GTT AGA AAC AAA GTT AAT GGT TAC ACA ACA GAG TAC AGT GCA 

S VK GRFT I S R D N FQ S I 
TCT GTG AAG GGG CGG TTC ACC ATC TCC AGA GAT AAT TTC CAA AGC ATC 

LYLQINTLRTEDSATY 
CTC TAT CTT CAA ATA AAC ACC CTG AGA ACT GAG GAC AGT GCC ACT TAT 

YCARGYDYGAWFAYWG 
TAC TGT GCA AGA GGC TAT GAT TAC GGG GCC TGG TTT GCT TAC TGG GGC 

Q G T L V T v s sggggsggggs 

CAA GGG ACC CT G GTC ACC gtc tCC tea ggtggoggcggtlcoggcggaggtggctct 

BstEII L S L P V 

ggcggtgg'cggotcggtc ate GAG CTC ACC CAA ACT CCA CTC TCC CTG CCT GTC 
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5 ' END R T P EMPVL (SEQIDNO.192) 

TCT CAC AGTGCACAA ACT GTT GAA CGG ACA CCA GAA ATG CCT GTT CTG(seq id no. 193) 
ApaL1 



3'END 

K A A L G L K 
AAA GCC GCT CTG GGG CTG AAA GCG GCC GC A GAA ACT GTT GAA AGT etc. 

Not I 
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Q Y 0 L 0 E (SEQ ID NO. 196) K I E I K R (SEQIDNO.197) 

TTT AAT GA G GAT CCA CAG GTG CAG CTG CAA GAG C TT 6AG ATC AAA CGGJjAj_C£A TTC 

Bam K , PwM (SEQIDNO.198) Hindlll BamH I (SEQ ID NO. 199) 
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(1830.S- GAG GGT GGT GGC TCT 
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-C " 

X " ACT 31 1 639 ) 



(SEQ ID NO. 200) 
(SEQ ID NO. 201) 
(SEQ ID NO. 202) 
(SEQ ID NO. 203) 



B (22B«> s-- GGC GGC GGC TCT (SE Q ID NO. 204) 

- GGT GGT GGT " (SEQ ID NO. 205) 

- GGC GGC " (SEQ ID NO. 206) 
GAG _ ' GGC " (SEQ ID NO. 207) 

- - GGT - (SEQ ID NO. 208) 

- - GGC " (SEQ ID NO. 209) 
" " GGT " fSEQ ID NO. 21?^ 

• GGC * 3* (2379) 



(SEQ ID NO. 211) 



Reverse complement of mutagenic j 

oligo G3Bamlink 5 - qqj GGC GGA TCC (SEQID no. 212) 
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GAG GGT GGC GO 3" 



(SEQ ID NO. 213) 
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2) ASSEMBLY PCR 
VH1BACK 

^^ZZZZHZHL MJkT(2.4.5)F0NX 
linker = ( gly • gly • gly • gly -ser 

(SEQ ID NO. 14) 
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Fig.26(b). 
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